Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.039; wR factor = 0.108; data-to-parameter ratio = 16.5.
Experimental
Crystal data 
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan SADABS (Sheldrick, 1996) T min = 0. Table 2 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL.
and its coordination geometry is slightly distorted octahedral (Table 1 ). In the crystal structure, complex molecules are linked via intermolecular O-H···S and O-H···N hydrogen bonds as shown in Fig. 2 and Table 2 , to form a three-dimensional network. The diheral angle between pyridine and pyrazine rings is 85.86 (10)°. The title compound is isostructural with the Mn II complex (Li, 2007) . 
Refinement
The H atoms bonded to O atoms were located in a difference Fourier map, and included in their 'as found' positions. The C-bound H atoms were placed in calculated positions, C-H = 0.93-0.97 Å. All H atoms were refined as riding, with U iso (H) = 1.2-1.5U eq (C,O). Absorption correction: multi-scan SADABS (Sheldrick, 1996) 
